. Overlapping of the absorption spectra of the compounds in the region 430-700 nm. None of the tested compounds have absorption peaks near the wavelengths at which the antioxidant and antiradical assays were performed (517 nm, 593 nm, 695 nm and 700 nm).
A sequence alignment was performed between S. aureus tryptophanyl-tRNA synthetase's primary sequence P67592 and the sequence of the template PDB 1I6K structure, used in the homology modeling ( Figure S2 ). EMBOSS Stretcher returned the following scores as a result of the alignment between the two sequences:
identity=62.3% (205/329), similarity=81.8% (269/329) and gaps=0.3% (1/329). aureus) and that of PDB 5V01 (E. coli) revealed a certain degree of similitude between these two structures, but also some significant differences ( Figures S5, S6 and Table   T1 ). As results of the alignment between the two sequences, EMBOSS Stretcher returned the following scores: identity=49.2% (164/333), similarity=66.1% (220/333) and gaps=5.1% (17/333). A degree of conservation between the two structures can be found, but some mutations can be ascertained, even in the catalytic site -the 8 th amino acid is isoleucine in P67592_1I6K (S. aureus) and alanine in 5V01 (E. coli). We can conclude that, strictly regarding the primary structure, there are significant differences between the two enzymes. 
